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A ^,..<imfents to ^aims 
This listing of clainis will t^place all prior versions, and lisungs. of claims in the 
application: 
Ufttin ^of Qainis: 

Claim 1. (cuitently amended) A method for interrogating genetic variations 
comprising: 

obtaiDing a plundity of functional legions of the genome, wherein the functional 

regions comprise at least 10,000 bases; 

i^foT^^tio r th. fnnctiotial mnrnis of thP. penome m method 
..,^H». . ^un ----^-^--^^ tr.n^t»tinn sites binding site, ori^i, of replication, 

and chromatin modi fication sites; 

p^.^in. . .enacnc e y -^^^ i"" ^.tectioti as..Y whf.rcin the information is ^ggd 

*TL<Vr"ff1*H assay, and 

detennining sequence variations of a plundity of individuals in the functional 

regions of the genome. 

aaim 2. (original) The method of claim 1 wherein the fintctional regions 

comprise a plurality of transcription factor binding sites- 
Claims 3-6. (withdrawn) 

Claim 7. (original) The method of claim 1 wherein the obtaining comprises 

determining functional regions using microarrays. 

Claim 8. (original) The method of claim 7 wherein the microanays are high 
density oligonucleotide arrays. 
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Claim 9. (original) The method of claim 8 wherein the microarrays comprise 
oligonucleotide piobes tiling regions of the genome. 

Claim 10. (original) The method of claim 9 wherein the detennining comprises 
detennining the sequences of the functional regions of a ptoality of individuals. 

Claim 1 1. (original) TTie method of claim 9 wherein the deiennimng comprises 
determining the genotypes of the functional regions of a plurality of individuals. 

Claim 12. (original) The method of claim 11 wherein the genotypes aie SNP 

genotypes. 

Claim 13. (original) Themethodof claim 12 wherein the deteimining comprises 
performing a WGSA with at least one restriction enzyme that is suitable for interrogating 

at least one functional region- 
Claim 14. (Original) The method of claim 9 wherein the detennining comprises 

determining sequence copy number changes. 

Claim 15. (original) The method of claim 1 wherein the functional regions 

comprise at least 100000 bases. 

Claim 16. (original) The method of claim 15 wherein the functional regions 

comprise at least 500000 bases. 

aaim 17. (currently amended) A method for interrogating genetic variations 

comprising: 

obtaining at least one interested genomic segment; 

obtaining a pluraKty of functional regions within the interested genomic segment, 
wherein the functional regions comprise at least 5.000 bases; 
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..f.r^.rion o r ^'^^Hnn^l rerion^ of the .^nome usilifi metho d 
, 1, , ,,,„■ n n n i ^ -r- T — »f tr...rnntinn .it., bindin, .it. n^^. of replication. 

and chnamatitt modifica tion sitesi 

. ..nnence Hp.t^tion as-rr >vhpf.in Ttif information is useq 

TlT'^"ififf"^'''^^sav:and 

deteimining sequence variations of a plurality of individuals in the functional 

regions of the genome. 

Claim 18, (original) The method of claim 17 wheiein the interested genomic 

region is determined by association or linkage analysis. 

Claim 19. (original) The method of claim 18 wherein the functional regions 
comprise a plurality of transcription factor binding sites. 

Claims 20 - 23. (withdrawn) 

Claim 24. (original) The method of claim 17 wherein the obtaining comprises 
determining functional regions using jnicroairays. 

Claim 25. (original) The method of claim 24 wherein die microairays are high 

density oligonucleotide arrays. 

Claim 26. (original) The method of claim 25 wherein the micioarrays comprise 

oUgonucJeotide probes tiling regions of the genome. 

Claim 27. (original) The method of daim 24 wheiein the deteimining comprises 
determining the sequences of the functional regions of a plurality of individuals. 

Claim 28. (original) The method of claim 24 wherein ttie determining comprises 
determining the genotypes of the functional regions of a plurality of individuals. 
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Claim 29. (original) The method of claim 28 wherein the genotypes are SNP 
genotypes. 

Claim 30. (original) The method of claim 29 wherein the determining comprises 
perfoiming a WGS A with at least one restriction enzyme thai is suitable for interrogating 

at least one functional region. 

Claim 31. (original) The method of claim 24 wherein the determining comprises 

determining sequence copy number changes. 
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